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Staphylococcus  aureus,  Staph.  haemolyticus,  Staph.  Warnen,
Staph.  epidermidis, Kocuria kristinae, *Granulicatella elegans,
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*Cronobacter sakazakii, Klebsiella pneumoniae, *Serratia fonticola, Proteus
mirabilis, *Proteus penneri, *Proteus vulgaris, *Providencia stuartii,
Acinetobacter baumannii, *Ochrobactrum anthropi, Salmonella typhi and
Aeromonas hydrophila.
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Pseudomonas aeruginosa, *Pseudomonas putida, Pseudomonas stutzeri,
Escherichia coli, *Enterobacter gergoviae, Klebsiella pneumoniae,

* Acinetobacter baumannii, * Alcaligenes faecalis.
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Abstract

In the present study, (75) clinical specimens were collected from
diagnosed Systemic Lupus Erythematous (SLE) patients (inpatients and
outpatients) during the period from November/2021 - April /2022. Specimens
consisted of (60) urine samples, (8) oral ulcers swabs, (5) sputum and one
pus sample taken from each of wound and ear . In addition to (10) oral rinse
samples from SLE patients at its latent period and (10) oral rinse samples

from healthy people to be used as control.

All bacterial isolates grown on selective and enriched media were
identified using conventional methods, API E 20 , API® STAPH , and Vitek-
2 and finally confirmed by using the more reliable 16S rRNA molecular
identification methods. Gene sequencing was compared with National Center
for Biotechnology Information (NCBI) by using Basic Local Alignment
Search Tool (BLAST) .

The identification results of (70) bacterial isolates obtained from
clinical samples were as follows; 22 (31.4%) were gram positive, 48 (68.6%)
gram negative. Of the gram positive bacteria (14) were isolated from urine,
(3) from sputum and (5) from oral ulcer. On the other hand, gram negative
bacteria consisted of (41) urine isolate, (2) from sputum samples, (3) from

oral ulcers, and (2) pus samples from wound and ear.
The most prevalent gram positive bacteria were:

Staphylococcus  aureus, Staph. haemolyticus, Staph. Warneri,
Staph.  epidermidis,  Kocuria  kristinae,  Granulicatella  elegans,
*Pediococcus pentosaceus, Enterococcus faecalis and Streptococcus

pneumoniae.

Furthermore, gram negative bacteria included:
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Pseudomonas aeruginosa, *Pseudomonas fluorescens, Pseudomonas
luteola, *Pseudomonas oryzihabitans, Escherichia coli, Enterobacter
cloacae, *Cronobacter sakazakii, Klebsiella pneumoniae, *Serratia fonticola,
Proteus mirabilis, *Proteus penneri, *Proteus vulgaris, *Providencia stuartii,
Acinetobacter baumannii, *Ochrobactrum anthropi, Salmonella typhi and

Aeromonas hydrophila.

Antimicrobial sensitivity testing was carried out for all isolates
according to the type of bacteria. Multidrug Resistance (MDR), Extensively
Drug Resistance (XDR) and Pan Drug Resistance were also determined.
Results for Staphylococcus aureus were 10%, 70%, and 20% respectively. In
case of E. coli, results were 50%, 20%, 20%, and for Pseudomonas

aeruginosa 88.2%, 5.9% and 5.9% respectively.

Virulence factors for the most prevalent bacteria isolated, Pseudomonas
aeruginosa were also studied. Detection of biofilm formation for 10
multiresistant Pseudomonas aeruginosa was detected by Congo red agar
method. Positive results were observed by four (4) isolates. Additionally,
molecular detection of two genes Pild and psiA was performed using PCR
technique and their specific primers. All four isolates demonstrated the
presence of psiA while only three carried the gene Pild. Similarily, the
presence of antimicrobial resistance genes (mexA, blacrx.y;) was carried out
and it was found that all four isolates contained mexA gene while only two

isolates contained the gene blacry.;

The current study also demonstrated the prevelance of many types of
opportunistic gram negative bacteria present in oral rinse samples of SLE
patients. This was manifested by isolation of 18 bacterial isolates as compared
with (4) obtained from healthy people. 12 gram positive bacteria were
diagnosed as Staphylococcus compared to (6) isolates from control . Gram

positive bacteria included each of:
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Staphylococcus aureus , Staph. haemolyticus, Staph. warneri, Staph.

epidermidis, Staph. Saprophyticus.
While gram negative bacteria included:

Pseudomonas aeruginosa, *Pseudomonas putida, Pseudomonas

stutzeri, Escherichia coli, *Enterobacter gergoviae, Klebsiella pneumoniae,

* Acinetobacter baumannii, * Alcaligenes faecalis.

An interesting finding was that bacterial names assigned with (*) were

isolated from local SLE patients for the first time as far as we know.
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